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fiedsc auicuu pmu^ur 1 

"(GenBank No. AF004928)[SEQ ID NO:7 j was aligned using MEGALIGN (DNAstar, 
Madison WI) or Pileup (Genetics Computer Group, Madison, WI) with 16S rRNA sequences 
from 100 organisms that represent most major domains, families and genera m the major 
kingdoms of Bacteria and Archaea. The conserved, variable, and highly vanable regions 
could be delineated by boxing off the consensus sequences. Primer candidate sequences were 
manually picked from the variable and highly variable regions and then their umqueness was 
determined by determining their potential as probes to a ribosomal sequence database 
sequences using the "on-line- Probe Match Program from the Ribosomal Database Project II 
^ rfwwiemfe ^^ Michigan State Umverstty, East 

Lansing MI). This analysis returned an overview of the matches between a probe and >ts 
potential target sequence, as a listing and as a phytogenetic overview. The program results 
showed the sequences that match the query sequence (if there are such sequences) and also 
showed sequences that had mismatches, deletions and insertions, citing the number and 
positions of the aberrations. 



PIpmp amend the p^onmh begin™* on nase 6. line, 7.2 as follows: 



■ The term "signature sequence" or Signature sequence region" or^SDatuaaQujas. wdl 
/Jh refer to those short sequences in the 16S gene or rRNA molecule which are unique to a certain 



group or groups of organisms. These sequences can be used to define domains, group, 
subdivisions genera or species of an organism. 



amend the t, »-»°™h herinning ™ -™ * hcinninp «» W 2 as follows: 



The term DHE-WV' a ^pHEjfeorndtX w.ll refer to the strams ot DM ° C °<*°<** 
Chenogenes isolated and characterized by Maym6-Gatell et al. {Science, 176:1568 (1997)). 



Ple.se amend the paragraph be ginning on P , P e 1 1 beginnin g at line 2 8^10^: 
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Although a region similar to that defined by SEQ ID NO:8 is found in the 
literature sequence, there are significant variations at positions, E184, E190, E197, E200, 
E207, E216, and E221 as shown below. 

E184 E190 E196_ E204_ E20-8_ E21j_ E223i 
TGTGRTGGGCY GACATaLtI GGTTCAYTAA AGCCGYAAGGYGC TTG (SEQ ID NO 

With in the context the present invention Applicants have discovered that within the 
signature region defined by SEQ ID NO:8 above, the R at position El 84 may be A/G, the Y at 
position E190 may be C/T, the W at position BWS-EWmay be A/T, and the Y's at position 
KsqiKgOO, B2QSE207 1 E2gg 216, and E22^E_21_may be T/C. 



P1«,m amend the paragraph beginni ™ ™ 12 b e™™P at line 1 2 as follows: 

Likewise, if the entire 16S rDNA profile is examined, it is seen that there are 

significant single base differences throughout the entire profile (Figures 1 and 2). These 
differences are illustrated in tabular form in Table 2. Accordingly a 16S rDNA profile 
sequence, having the following bases substitutions taken independently or together will be 
diagnostic for dechlorinating bacteria: E107=G, base E184=G, base E190=C, E 4^197-T, 
EmE200= T, E2QSE207=C, E24?F_16=T, E2^E221=C, E264=C, E267=C, E291-T, 
E333= C E420=C, E444=T, E631=A, E829=A, E933=T, E934=T, E980=C, E1003=T, 
E1012=T, E1020=G, E1039=A, E1040=C, E1087=T, E1114=C, E1284=T, E1364=T and 
E1427=A . ■ ■ 



Please amend Table 2 beginning on pare 26 as follows: 
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TABLE 2 
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